The title compound, deacetyl-trichodermin, is a trichodermin derivative. It shows potential bactericidal activity against Botrytis cinerea, Rhizoctonia solani and Pythium ultimum. Trichodermin is a member of the 4β-aceoxy-12,13-epoxytrichothecenes (Chen et al., 2008), which form a medically and economically important class of mycotoxins produced by fungi that spoil fruit and grain (Zhang et al., 2007). Many studies (Wei et al., 1974) show that trichodermin is a very potent inhibitor of protein synthesis in mammalian cells. Trichodermin inhibits the elongation and/or termination processes of protein synthesis.
The asymmetric unit in the crystal of the title compound, C 15 H 22 O 3 , contains two independent molecules with similar structures. Each molecule contains two six-membered rings and one five-membered ring. The five-membered ring displays an envelope conformation with the C atom linking the epoxy group as the flap, while the two six-membered rings show halfchair conformations. The two independent molecules are linked by an O-HÁ Á ÁO hydrogen bond. These dimers are further linked by O-HÁ Á ÁO hydrogen bonds, forming supramolecular chains running along the a axis.
Related literature
For the applications of trichodermin derivatives, see: Wei et al. (1974) ; Zhang et al. (2007) . For ring conformations, see: Cremer & Pople (1975) . For a related structure, see: Chen et al. (2008) .
Experimental
Crystal data Orthorhombic, P2 1 2 1 2 1 a = 7.0236 (5) Å b = 12.0644 (10) Å c = 32.475 (2) Å V = 2751.8 (3) Å 3 Z = 8 Mo K radiation = 0.08 mm À1 T = 296 K 0.52 Â 0.38 Â 0.10 mm
Data collection
Rigaku R-AXIS RAPID diffractometer 22591 measured reflections 2935 independent reflections 2054 reflections with I > 2(I) R int = 0.057 Refinement R[F 2 > 2(F 2 )] = 0.074 wR(F 2 ) = 0.222 S = 1.05 2935 reflections 333 parameters 18 restraints H-atom parameters constrained Á max = 0.50 e Å À3 Á min = À0.29 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). Data collection: PROCESS-AUTO (Rigaku, 1998); cell refinement: PROCESS-AUTO; data reduction: CrystalStructure (Rigaku/ MSC, 2005); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 for Windows (Farrugia, 1997) ; software used to prepare material for publication: WinGX (Farrugia, 1999).
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Figure 2
The crystal packing diagram showing hydrogen bonds (dashed lines). Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
4β-Hydroxy-12,13-epoxytrichothec-9-ene

Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq O1A −0.0483 (4) 0.2711 (3) 0.22098 (10) 0.0508 (9) (7) O3B-C12B 1.459 (9) C2A-C12A 1.499 (8) C2B-C3B 1.487 (11) C2A-C3A 1.523 (7) C2B-C12B 1.520 (12) C2A-H2A 0.9800 C2B-H2B 0.9800 C3A-C4A 1.543 (7) C3B-C4B 1.483 (10) C3A-H3A1 0.9700 C3B-H3B1 0.9700 C3A-H3A2 0.9700 C3B-H3B2 0.9700 C4A-C5A 1.571 (7) C4B-C5B 1.545 (7) C4A-H4A 0.9800 C4B-H4B 0.9800 C5A-C14A 1.519 (7) C5B-C12B 1.500 (10) C5A-C12A 1.521 (7) C5B-C14B 1.517 (9) C5A-C6A 1.583 (8) C5B-C6B 1.582 (8) C6A-C15A 1.531 (8) C6B-C15B 1.522 (10) C6A-C11A 1.535 (7) C6B-C11B 1.535 (7) C6A-C7A 1.547 (7) C6B-C7B 1.547 (9) C7A-C8A 1.515 (9) C7B-C8B 1.509 (12) C7A-H7A1 0.9700 C7B-H7B1 0.9700 C7A-H7A2 0.9700 C7B-H7B2 0.9700 C8A-C9A 1.476 (10) C8B-C9B 1.485 (13) C8A-H8A1 0.9700 C8B-H8B1 0.9700 C8A-H8A2 0.9700 C8B-H8B2 0.9700 C9A-C10A 1.320 (9) C9B-C10B 1.309 (9) C9A-C16A 1.534 (8) C9B-C16B 1.523 (10) C10A-C11A 1.497 (7) C10B-C11B 1.521 (8) 
